shown next to the branches. Initial tree(s) for the heuristic search were obtained automatically by applying neighbor-join and BioNJ algorithms to a matrix of pairwise distances estimated using the maximum composite likelihood approach, and then selecting the topology with superior log likelihood value. The tree is drawn to scale, with branch lengths showing number of substitutions per site. All positions containing gaps and missing data were eliminated. Red star indicates the sequence representing the index case, which clustered together with other P. percutanea isolates from our culture collection (named MG) and 2 isolates already in the database (named KF). ITS, internal transcribed spacer.
